Alpha Viruses nsp2 alignment 



CLUSTAL W (1.82) multiple sequence alignment 



SFV_nsp2 
RRV_nsp2 
0NV_nsp2 
SinV_nsp2 
VEEV nsp2 



GWETPRSALKVTAQPNDVLLGNYWLSPQTVLKSSKLAPVHPLAEQVKIITHNGRAGGY 60 
GWETPRNALKVTPQERDQLIGAYLILSPQTVLKSEKLTPIHPIAEQVTIMTHSGRSGRY 60 
GIVETPRGAIKVTAQPSDLWGEYLVLTPQAVLRSQKLSLIHALAEQVKTCTHSGRAGRY 60 
ALVETPRGHVRIIPQANDRMIGQYIWSPNSVLKNAKLAPAHPLADQVKIITHSGRSGRY 60 
GSVETPRGLIKVTSYAGEDKIGSYAVLSPQAVLKSEKLSCIHPLAEQVIVITHSGRKGRY 60 
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SFV_nsp2 
RRV_nsp2 
ONV_nsp2 
SinV_nsp2 
VEEV nsp2 



QVDGYDGRVLLPCGSAIPVPEFQALSESATMVYNEREFVNRKLYHIAVHGPSLNTDEENY 120 
PVDRYDGRVLVPTGAAIPVSEFQALSESATMVYNEREFINRKLHHIALYGPALNTDEENY 120 
AVEAYDGRVLVPSGYAIPQEDFQSLSESATMVFNEREFVNRKLHHIAMHGPALNTDEESY 120 
AVEPYDAKVLMPAGGAVPWPEFLALSESATLVYNEREFVNRKLYHIAMHGPAKNTEEEQY 120 
AVEPYHGKWVPEGHAIPVQDFQALSESATIVYNEREFVNRYLHHIATHGGALNTDEEYY 120 
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SFV_nsp2 
RRV_nsp2 
ONV_nsp2 
SinV_nsp2 
VEEV nsp2 



EKVRAERTDAEYVFDVDKKCCVKREEASGLVLVGELTNPPFHEFAYEGLKIRPSAPYKTT 180 
EKVRAERAEAEYVFDVDKRTCVKREDASGLVLVGDLINPPFHEFAYEGLKIRPATPFQTT 180 
ELVRVEKTEHEYVYDVDQKKCCKREEATGLVLVGDLTSPPYHEFAYEGLKIRPACPYKTA 180 
KVTKAELAETEYVFDVDKKRCVKKEEASGLVLSGELTNPPYHELALEGLKTRPAVPYKVE 180 
KTVKPSEHDGEYLYDIDRKQCVKKELVTGLGLTGELVDPPFHEFAYESLRTRPAAPYQVP 180 
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SFV_nsp2 
RRV_nsp2 
ONV_nsp2 
SinV_nsp2 
VEEV nsp2 



WGVFGVPGSGKSAIIKSLVTKHDLVTSGKKENCQEIVNDVKKHRGKGTSRENSDSILLN 240 
VIGVFGVPGSGKSAI IKS VVTTRDLVASGKKENCQEIVNDVKKQRGLDVTARTVDSILLN 24 0 
VIGVFGVPGSGKSAI IKNLVTRQDLVTSGKKENCQEISNDVMRQRKLEISARTVDSLLLN 24 0 
TIGVIGTPGSGKSAI IKSTVTARDLVTSGKKENCREIEADVLRLRGMQITSKTVDSVMLN 24 0 
TIGVYGVPGSGKSGIIKSAVTKKDLWSAKKENCAEIIRDVKKMKGLDVNARTVDSVLLN 240 
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SFV_nsp2 
RRV_nsp2 
ONV_nsp2 
SinV_nsp2 
VEEV nsp2 



GCRRAVDILYVDEAFACHSGTLLALIALVKPRSKWLCGDPKQCGFFNMMQLKVNFNH — 2 98 

GCRRGVENLYVDEAFACHSGTLLALIAMVKPTGKVILCGDPKQCGFFNLMQLKVNFNH — 2 98 

GCNKPVEVLYVDEAFACHSGTLLALIAMVRPRQKWLCGDPKQCGFFNMMQMKVNYNH — 2 98 

GCHKAVEVLYVDEAFACHAGALLALIAIVRPRKKWLCGDPMQCGFFNMMQLKVHFNHPE 300 

GCKHPVETLYIDEAFACHAGTLRALIAIIRPK-KAVLCGDPKQCGFFNMMCLKVHFNH — 297 
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SFV_nsp2 
RRV_nsp2 
ONV_nsp2 
SinV_nsp2 
VEEV nsp2 



-NICTEVCHKSISRRCTRPVTAIVSTLHYGGKMRTTNPCNKPIIIDTTGQTKPKPGDIVL 357 
-DICTQVLHKSISRRCTLPITAIVSTLHYQGKMRTTNLCSAPIQIDTTGTTKPAKGDIVL 357 
-NICTQVYHKSISRRCTLPVTAIVSSLHYESKMRTTNEYNQPIWDTTGITKPEPGDLVL 357 
KDICTKTFYKYISRRCTQPVTAIVSTLHYDGKMKTTNPCKECNIEIDITGATKPKPGDIIL 3 60 
-EICTQVFHKSISRRCTKSVTSWSTLFYDKRMRTTNPKETKIVIDTTGSTKPKQDDLIL 356 
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SFV_nsp2 

RRV_nsp2 

ONV_nsp2 

SinV_nsp2 

VEEV_nsp2 



TCFRGWAKQLQLDYRGHEVMTAAASQGLTRKGVYAVRQKVNENPLYAPASEHVNVLLTRT 417 

TCF — WVKQLQ I DYRGHE VMT AAAS QG LTRKG VYAVRQKVNEN PL YAP S S EH VNVL LT RT 415 

TCFRGWVKQLQIDYRGNEVMTAAASQGLTRKGVYAVRQKVNENPLYAPTSEHVNVLLTRT 417 

T C FRGWVKQLQ I DY PGHE VMT AAAS QGLTRKG VYAVRQKVNEN PL Y AI T S E H VNVL LTRT 420 

T C FRGWVKQLQ I D YKGNE IMT AAAS QGLTRKG VYAVRYKVNEN PL Y APT S E H VNVL LTRT 416 
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SFV_nsp2 
RRV_nsp2 
ONV_nsp2 
SinV_nsp2 
VEEV nsp2 



E DRLVWKT LAG D PW I KVL SN I PQGN FT ATLEEWQEEH DKI MKV I E G PAAP V D AFQN KANV 477 

ENRLVWKTLSGDPWIKVLTNIPKGDFSATLEEWQEEHDNIMNALRERSTAVDPFQNKAKV 475 

EGKLTWKTLSGDPWIKILQNPPKGDFKATIKEWEAEHASIMAGICNHQMAFDTFQNKANV 477 

EDRLVWKTLQGDPWIKQPTNIPKGNFQATIEDWEAEHKGIIAAINSPTPRANPFSCKTNV 4 80 

E DR I VWKT LAG D PW I K I LT AKY PGN FT AT I E E WQAE H D AIMRH I LER P D PT DV FQNKAN V 47 6 
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SFV_nsp2 
RRV_nsp2 
ONV_nsp2 
SinV_nsp2 
VEEV nsp2 



CWAKSLVPVLDTAGIRLTAEEWSTIITAFKEDRAYSPWALNEICTKYYGVDLDSGLFSA 537 
CWAKCLVQVLETAGIRMTAEEWDTVL-AFREDRAYSPEVALNEICTKYYGVDLDSGLFSA 534 
CWAKCLVPILDTAGIKLSDRQWSQIVQAFKEDRAYSPEVALNEICTRIYGVDLDSGLFSK 537 
CWAKALEPILATAGIVLTGCQWSELFPQFADDKPHSAIYALDVICIKFFGMDLTSGLFSK 540 
CW AKALV P VLKT AGI DMTTE QWNT V D - Y FE T DKAH S AE I VLNQLC VR FFGLDLDSGLFSA 535 
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SFV_nsp2 
RRV_nsp2 
0NV_nsp2 
SinV_nsp2 
VEEV nsp2 



PKVSLYYENN HWDNRPGGRMYGFNAATAARLEARHTFLKGQWHTGKQAVIAER 590 

QSVSLYYENN HWDNRPGGRMYGFNREVARKFEQRYPFLRGKMDSGLQVNVPER 587 

PLI SVYYADN HW DNR PGGKM FG FN PE V ALMLE KKYP FT KGKWN I N KQ I C I T T R 5 90 

QSIPLTYHPADSARPVAHWDNSPGTRKYGYDHAIAAELSRRFPVFQ— LAGKGTQLDLQTG 599 

PTVPLSIRNN HWDNSPSPNMYGLNKEWRQLSRRYPQLPRAVATGRVYDMNTG 588 
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SFV_nsp2 
RRV_nsp2 
ONV_nsp2 
SinV_nsp2 
VEEV nsp2 



SFV_nsp2 

RRV_nsp2 

ONV_nsp2 

SinV_nsp2 

VEEV_nsp2 



K I Q P LS VLDN V I P I N RRL PHALVAE YKT VKG S RVE WL VNKVRG YH VLL V SE YN LAL PRRR 650 
KVQPFNAECNILLLNRRLPHALVTSYQQCRGERVEWLLKKLPGYHLLLVSEYNLALPHKR 647 
KVDEFNPETNI I PANRRLPHSLVAEHHSVRGERMEWLVNKISGHHMLLVSGHNLILPTKR 650 
RTRVISAQHNLVPVNRNLPHALVPEYKEKQPGPVKKFLNQFKHHSVLWSEEKIEAPRKR 659 
TLRNYDPRINLVPVNRRLPHALVLHHNEHPQSDFSSFVSKLKGRTVLWG-EKLSVPGKK 647 
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VTWLSPLNVTGADRCYDLSLGLPADAGRFDLVFVNIHTEFRIHHYQQCVDHAMKLQMLGG 710 
VFWIAPPHVSGADRIYDLDLGLPLNAGRYDLVFVNIHTEYRTHHYQQCVDHSMKLQMLGG 707 
VTWVAPLGTRGADYTYNLELGLPATLGRYDLWINIHTPFRIHHYQQCVDHAMKLQMLGG 710 
I E W I AP I GI AG ADKN YN LAFG FP PQA- RYD L V FIN I GT KYRNHH FQQCE DHAAT LKT L S R 718 
VDWLS — DQPEATFRARLDLGIPGDVPKYDIVFINVRTPYKYHHYQQCEDHAIKLSMLTK 705 



SFV_nsp2 
RRV_nsp2 
ONV_nsp2 
SinV_nsp2 
VEEV nsp2 



DALRLLKPGG-ILMRAYGYADKISEAWSSLSRKFSSARVLRPDCVTSNTEVFLLFSNFD 7 69 

DSLHLL-PGGSLLIRAYGYADRVSEMWTALARKFSAFRVLRPACVTSNTEVFLLFTNFD 7 66 

DSLRLLKPGGSLLIRAYGYADRTSERVISVLGRKFRSSRALKPQCITSNTEMFFLFSRFD 770 

SALNCLNPGGTLWKSYGYADRNSEDWTALARKFVRVSAARPDCVSSNTEMYLIFRQLD 778 

KACLHLNPGGTCVSIGYGYADRASESIIGAIARQFKFSRVCKPKSSHEETEVLFVFIGYD 7 65 
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SFV_nsp2 
RRV_nsp2 
ONV_nsp2 
SinV_nsp2 
VEEV nsp2 



NGK-RPSTLHQMNTKLSAVYAGEAMHTAGC 7 98 

NGR-RAVTLHQANQRLS SMFACNGLHTAGC 7 95 

NGR - RN FTT H VMNN QLN AVYAG LAT R - AGC 7 98 

NSRTRQFTPHHLNCVISSVYEGTRDGVGA- 807 

RKA- RT HN P YKL S S T LTN I YTG S RLHE AGC 7 94 



